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Figure 5 



2113/1 

ATG GAA CAT CCA CCA GCA GCT CTC AGA. 

MSHPPAALR 

2173/21 

10 TCA GTA AGT ACT GTT TCG TCT TCA AGA 
SVSTVSSSR 
2233/41 

TTC AAT AAA CCA AGT ACT CCC AAA GAC 
FNKPSTPKD 
15 2293/61 

AAA CTA CAA AAA ATC CCT GGC ATG GAA 

KLOKIPGME 

2353/61 

CAA CTC AGT GAA CAA CAA GCA TTG GCT 
20 QLSEQQALA 
2413/101 

AGT AAT GGC AAA CGT CAT CAA TCA TTA 

SNGKRHQSti 

2473/121 

25 GAT ACT AGT TCG ATC CAA GGT TCA TTG 
DSSSIQGSL 
2533/141 

TTA ATC AGT GGT ATG CCA AAC AAC AAC 
L.ISGMPNNN 
30 2593/161 

GCT AAT ATT AGT GTC GAT CCT GCT ACC 
A N I SVDPAT 
2653/18* 

TTT TGT GTT CTT ATC AAT CAT ATC CTT 
35 PCVIiIWHI^ 
2713/201 

GAC TTG AGA ATT TGC AAA AAA TCA GTA 

DliRICKKSV 

2773/221 

40 AAT TTT QAT GAC GAG AAT ATG TTC ACT 
NFDDEWMFT 
2833/241 

TTA ATC AAG ATT ATT GAT GTC ATT AAT 
LIKXIDVIN 
45 2833/261 

CTG GGT GGT GGC GAT GAA GAT GTA AAT 

SGGGDEDVN 

2553/261 

GTT TTC CGA GAA ATT ATC GAA ACA GAA 
50VFREIIETE 
3013/301 

AAA TAC CGT CAA GAT CTA ATT GAA GCC 

KYRQDLIEA 

3073/321 

55 TTC CCA AAT TTA AAT GAG ATT ATT GAT 
FPNLNEI ID 
3133/341 

AAC ATC AAT GTA CCT ATT AGA TAT CAA 
NIttVPXRYQ 
60 31S3/3S1 

GGC CCT TTC AAT GCT TAT GAA CCT TGG 

GPFNAYEPW 

3253/381 

AAC AAA GAA GCT GCT AAT TTG AAA AAA 
65 NKEAANLKK 
3313/401 

CAA TCG TAT ATA TTA AAG CCG ATC CAA 
Q SYlLKPIQ 
3373/421 

70 TTA ATC AAA ACA TCA CCA GAA TAT TCA 
LIKTSPEYS 
3433/441 

TCA TTC AAT GAA TTA TTG GTG GCT AAA 



2143/11 
ACA TTT TCA ACC 
T P S T 

2203/31 
ATT GTT TCT CTG 
I V S S 

2263/51 
CAT TTA TTC TAT 
H L F Y 

2323/71 
CCA TTT TTG AAC 

P P L» N 

2383/Sl 
TTG GCA CAG GAA 
L A Q E 

2443/111 
GAC GGT GCC ATG 
D G A M 

2503/131 
ACA CGA ATG GCC 
T R M A 

25S3/151 
ACT TTA TTT ACG 



T I. F T 

2623/171 
CAT CTT TGG AAA 
H L W K 

2683/1S1 
CCT GAT TCC CAA 
P D S Q 

2743/211 
TAT GAC TTT TTA 
Y D F L 

2B03/231 
ATA TCC AAT GTT 
X 5 N V 

2SS3/251 
AAA CTA CTT GCT 
K L L A 

2923/271 
ATG GAT GTT CAA 
M D V Q 

2983/291 
AGA AAA TAT GTT 
R K Y V 

3043/311 
GAA AAT TTG TCT 
E N L, S 

3103/331 
TTT CAA AGA CGA 
F Q R R 

3153/351 
AGA ATT GGA TCA 
RIGS 

3223/371 
ACT ATA GGA CAA 
T I G Q 

3283/391 
TCG TCA AGT CTA 
G S S L, 

3343/411 
AGA TTG TGT AAA 
R L C K 

3403/431 
AAA CAG GAC CCC 
K 0 D P 

3463/451 
ACT GCA ATG AAA 
T A M K 



CAA TCA ACT TCA TCT TTG AAT 
Q S T S S L N 

GGC CCA GTC AAT ATA AAC AAT 
G P V N I N 1ST 

CGA TGT GAA TCA CTA AAA CGA 
R C E S L K R 

CAA GCT TTC AAT CAG GCT GAA 
Q A F N Q A B 

AGA AGC AAT GGA AAT GGA CAT 
R S N G N G H 

AAT AGA CTT TCA GTT GGT TCT 
N R L S V G S 

ACC AAT GCG TCA ACG TCA TCT 
T N A S T S S 

TTT ACT GCA GGG GTT TTA CCA 
F T A G V L p 

TTG TTC CAA CAA GGG GCC CCC 
L F Q 0 G A P 

ATA CCA GTT GTC AGT TCT GAT 

I P V V s s o 

ATT GCC GTC AAG ACA CAA TTG 
I A V K T Q L. 

TTC TCC GAC AAT GCC CAA GAT 
F S D N A Q D 

GAG TAC TCA GAT GCT AGT GAC 
£ Y S D A S D 

ATT ACC GAT GAA AGA TCA AAA 
I T E> E R S K 

CAA GAC TTG GAA CTA ATG TGT 
Q D L E L M C 

TCA GAA CAA ATT CAC TTG TTA 
B E Q t H L. L. 

TTC CTC AAT GGG TTA GAA TGT 
F L N G L, E C 

GTA TTT ATT CAT GCT TCT TTG 

V F 1 H A S 1. 

TTG ACG GCG ATT GAT TTG ATC 
Xi T A I D L I 

CTT GAT CCT GGG TTT GAA CTT 
L D P G F E L 

TAC CCA CTT TTG TTG AAA GAG 

Y P L I, L K E 

CAT GGC AGC TCG TCA TCG ACA 
H G 5 S S S T 

GAA TTG GCA AAT CAA GTC AAT 
E L. A H Q V N 
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3493/461 3523/471 

GAG GCG CAA AGA CGA GCA GAA AAT ATC GAA CAT TTG GAA AAA CTA AAA GAA AGA GTA GGT 

EAQ&RAEKTIBHLEKI/KERVG 
3553/461 3583/491 

AAT TGG CGT GGG TTT AAT TTG GAT GCT CAA GGA GAA CTA TTA TTC CAC GGA CAA GTT GGG 

NWRGFNLPAQGELLFHGOVG 
3613/501 3643/511 

GTT AAA GAT GCT GAA AAT GAA AAG GAA TAC GTT GCT TAT CTT TTT GAA AAA ATC GTA TTT 
VKDAENEKEYVAYLFEKIVF 
3673/521 3703/531 

TTT TTC ACA GAA ATT GAT GAT ACC AAA AAA TCT GAT AAA CAG GAA AAG AAG AGC AAG TTT 

FFTEIDDTKKSDKQBKKS KF 
3733/541 3763/551 

TCG ACA AGA AAG AGA TCA ACT TCA TCA AAT CTT AGT TCA TCG ACT ACT AAT TTG TTG GAA 
STRKRST.SSNX/SSSTTNLLE 
3793/561 3823/S71 

TCA ATA AAC AAT TCC CGA AAG GAT AAC ACA TTG CCA TTG GAA TTA AAG GGA AGA GTT TAT 

SlNWSRKDNTLjJPLELKGRVY 
3853/581 3883/591 

ATA TCG GAG ATT TAT AAC ATT TCC GCA CCA AAC ACT CCT GGC TCA ACT CTA ATC ATC TCA 
ISEIYNISAPNTPGSTLI IS 
3913/601 3943/6IU 

TGG TCA GGT AGA AAG GAA AGC GGC TCA TTC ACT TTG AGA TAT CGT AGT GAA GAA GCC AGA 
WSGRK3SGSFTLRVRSSEAR 
3973/621 4.003/631 

AAC CAA TGG GAA AAG TGT TTA CGT GAT TTG AAG ACT AAT GAA ATG AAT AAA CAA ATT CAT 

NQWEKCXjRDLKTNEMNKQ I H 
4033/641 4063/651 

AAG AAG TTA CGT GAT TCC GAC CTG TCA TTT AAT ACT GAT GAC TCT GCC ATA TAT GAT TAC 

KKLRDSDSSFNTDDSAIYDY 
4033/661 4123/671 

ACG GGT ATT AGT ACG TCA CCA GTC AAT CAA TCA ACT CAA CAA CAA TAC TAT GAT CAT CGG 

TGISTSPVNQSTQQQYYDHR 
4153/681 41B3/691 

GGC TCT CAC AGT TCC CGC CAT CAC TCA TCG TCA TCC ACT TTG AGT ATG ATG AAG AAT AAT 

GSHSSRHHSSSSTLSMMKNN 
4213/701 4243/711 

AGA GTT AAA TCT GGT GAT TTG AGT AGA ATA TCT TCA ACT TCA ACA ACA TTA GAT TCT TTC 
RVKSGD1.SRXSSTSTTL.DSF- 
4273/721 4303/731 

agt aac aac ttg aat ggg tca cca aat acc act aat cca tct ttg atg tct tca gat gcc 
snnlngspnttnfslmssda 

4333/741 4363/751 

ACC AAA ACA ATT CCA ACA TTT GAC GTT GCA ATT AAA TTG CTT TAC AAA TCG ACA GAA TTG 

TXTIPTFDVAIKIiIiYKSTBl* 
4393/761 4423/771 

TCA GAG CCA TTG ATT GTC AAT GCA CAA ATT GAG TAT AAT GAC CTT TTA CAG AAA ATT ATC 
SEPLIVN AQlEYtfDLkQKlX 
4453/781 4483/791 

TCC CAG ATT ATC ACT TCG AAC TTG GTG GCA GAT GAT GTC AAT ATT AGT CGA TTG AGA TAT 
S OI I TSNXjVADDVNI SRLRY 
4513/901 4543/8X1 

AAA GAC GAC GAA GGA GAC TTT GTG AAT TTG AAT TCA GAT GAT GAT TGG GGG TTA GTG CTT 

KDDEGDFVNLttSDDDWGLVIi 
4573/821 4603/831 

GAT ATG TTA ACC AGT GAA GAC TTT TAC CAA ACA TCA AGC AAT GAA AAA CGA CTG GTG ACA 

JDMLTSEDFYQTSSNEKRSVT 
4633/B41 

GTG TGG GTT TCT TGA 
V W V S * 



# 
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Figure 6 

5 Blastp line up of S.c. Cdc24p and C.a- Cdc24p 

S.c. Ctfc2 4p T - 1 JV1AIQ TR-FA 

M R F-f S 

C.a. Cdc24p= 1 MEHPPAAIiRTFSTQ ^ 

S.C. Cdc24p: 9 IGTSLSDLKPKPSATSISIPMQNV--MNKPVTEQDSLPHICANIRKRLEVLPOLKPPLQL 66 
C.a. Cdc24p: 15 STSSI^STVSSSRI^f SGPV ^^ ?4 
S .c. Cdc24 p; £ 7 £^f^^ „, 

C.». Cdc24 P = 75 AFNQ^Ql.SEQQALArAQERSN^GHSNGKHHQSLDGAMN^SvGiDisilQGiLTP^T 134 
S.C. Cdc24 P : 124 IS^SNPSATP^^ 

C.a. Cdc24p r 135 ASSu^-Jg^St^^ ^ 
S.c. Cdc24p. 19 4 ^^^^^^ 243 
C.a. Cdc24 P ; 1M IFVVBSDHLiaCWCSV*™^^ 253 
S-C. Cdc24p: 244 SSPTlFPSKSKTQQl^A^QHRHQPQQSSKKHNEYVKriKEFVATERKyVHDLEJLDKY 303 

3o C.a- Ctt*«p, 254 EYSDASDSGCGDB^ NMOVQX^S^x J«SSSSSScg 302 

S.c. Cdc24p: 3 04 *gQ£^IMteI^ 

„„ , „ R Q + + -l-fSE++++LFPNl> + IDFQRRFL, LE N V ORIG ++ U*H C 

C.a. Cdc24p: 3 03 RQDLIEAENLSSEQIHLLFPNI^EIIDFQRRFkNGLECNINVPI 3 62 

35 S.c. Cdc24p: 363 ^^WSI^NAAIEFLSSTI^KMR^ 4 22 
C.a. Cdc24p 5 .363 ™AYEP WTI g§x.TA^^ 4M 

40 S "°" Cdc2 * P! 423 "SSDDNNTKELEA^ISKNIflRSIWENQRRTENHQWKKI.YGRV 471 

C.a. C**«», 420 IWMrajM^B^^ 4?9 

S.c. C dc24p S 472 ^J^^^^ ® I^^SLLYFDKVFI STTNSSSEPEREFEVYLFEKI 1 1 IiFSEWTKKSAS SL I 531 
45 C. a . Cdc24 p! 480 CWWKWWiDAQ^^ 535 

S.c- Cdc24 P = 532 ^SSTSASISASNITDNNQSPHHSYHKRHSNSSSSNNIHLSSSSAAAIIHSSTNSSDN 591 

C.a. Cdc24p ; 53« KKSKFSTRKRSTSSNL SSSTTNLLES I NNSRKD 568 

S.C. Cdc24p: 5S2 NSNNSSSSSLFKLSANEPKUJLRCRlMIMNLNQUPQN- -BRSLMITWESIWQeilFLLK 649 

C.a. Cdc24p, 56* NT ^^^^vLEiYNXSAP^POSTLl^SGR^^I;^ 613 

S.c. Cdc24p: 650 P^IETRDNWSSCLQQLJHDLKNEQFKARHHSS'rSTTSS -TAKSSSMMSPTTT 701 

C.a. Cdc24p: 614 ^EARNQW E KCLRDI,KT^ ^ 

S.c. Cdc24 P , 702 ^TPNim N SRQT--HDSM AS FSS S HMKRVS----DV L P K RRTT SSS FESEIK S 74S 

^ , '** ±4 » + H S + -J- S RV -+- mm e .. 

C.a. Cdc24p: 674 QQYYDHRGSHSSRHHSSSSTIiSNlMKNNRVKSQDLSRISSTSTTLDSFSNNLN 733 
S.c Cac2 4pi 749 - "ISBNFKNSIPESS^FRIS™^^ 80 4 
65 C.a. Cdc24 P : 734 SLMSSDATKTIPTFDVAIKLkY KSTELSE- -PLIWAQIEYNDLLQKIlSQIITSN 7 87 
S.C. Cdc24p: 805 S54 
C.a. Cdc24p ! 788 LVADDW-ISRl^YKDDEGDFVNI^ S DDDWGLVl, D MI,T SE ;-Jy Q ; sSNEKRSVTVWVS S44 



70 




Figure 7a 
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BLAST a SEQUENCES KEsfcs VE*S ION BLA STP , 0 , ^ 



^ l^^^^fa gap ope Q :fIT gap extension: [T" 
x_dropoff: (so: expect- j 10 . o " wordsize: [T~ Filter iH fgggg' 



Sequence 1 IcI|S.e. Cdc24p Length 854 (1 854) 
Sequenced IclfCa. Cdc24p Length 844 (1 .. 844) 





NOTE:Tne stages dta- and «p W valuc) „ ^ ^ ^ ^ ^ ^ 

Score = 446 bit* (1136). Expect = 

laxities - 2SB/881 (32%), Positive = 4s4/88l (51%) _ 

(51%), Gaps = 112/881 (12%) 

I 




! 




'• F 3bjee. 



Query; 
Sbjct : 
QUSxy; 

Sbjcc : 
Query; 

Query r 
Soicu 2 
Query; 
Sbjct : 
Query: 
Sbjct: 



'124 IsyTNSNPSAT?NJ£EDTLLTFSMOILPiTHDCDPVTrot.*rtT Bv%rv- 

* T<-S S PN +TL TF+ (MP * S'^^^^^^FK 183 

1U »-^"^«TF T ^P^^ i ^3^ p ^J L P j5; 

334 "V™™"-.-™™.™^^ 

,44 SSPTIFPSKSKTQQrMNAEj^ffi^QpQQggi^jrjjjj^y^^^^^^^^^^^^^^^ 



254 KYSDASDSGGGDSDV- 



304 ^f^riK^s^^^i™-^^.^ 362 




P figure 7a cont 
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Query: 423 ELLAE 




Qu«y. «3 sT^^^A-I^^ovv- 

OUT,.- 532 LmsSB^sMo^^ J ^"DDTKXSskqs 535 

sbjcc- 536 KKSKrsTErasTSsm, sss ^ f h| " Ssl 

Query: 5S2 BSBNSSSSSLnoiSMSEMtr nr »™ t SS3T ™-I-2SINWERXD 5« 8 

563 £ M«3R* t + I N ^"^"KEQSWClk 6" 

70 2 MNTPNHHWSRQ5 , --EtDSMASFSSSflMXRVS— » SIaTSpMQSTQ ,,3 

23 4 ^a^SUi^f^ ... 

°— ■« «™« mnMSBtaWBtj 7S7 

™ ei~ 0.25 „.er 0 . 02 , ys ^ 

Gapped ^ 8 tc, tal sees. 

LaKbda k ft 

0.270 0.0470 0.23O 

Matrix: BLOSCTMS2 

Gap Penalties: Existence: 11, Kactea-s^ -, 
Number of Hi= S to DB: 12253 ^ 10Il! 1 

*Jumbe:r of Sequences: 0 
•.amber of extensions; 709 
-Number of successful extensions- 15 
Wumtoe*: of sequences better- than 10 0* l 
Mumnes- of HSP ' s better than io 0 „ 

Hunger of HSP ■ « ^pSt L 9 ^^ 5 1 

Number of HSP< 5 that *ttempt: e l o2Sf 7 « test: 0 

Number of HSP's ^pped (2^£JS2? 1 Prelim fc «»" 0 

length of query: 844 

lengnh of database: 50,077 553 

effective HSP leng-tHz 63 

effective length of query- 7 81 

effective length of database: B3JS53792 

effective search space, 65099311552 

effective search space used: 650993HS52 

A: 40 

XI: 15 ( 7.2 bits} 
x 2: 128 {4S.S bits) 
X3; 1.28 (49,9 bins) 
Sis "42 (21.9 bits) 
S2: 73 (32. S bits) 



:t o o n h- *a ,« o :i e :l 02 




Figure 7b 
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BLAST 2 SEQUENCES RESULTS VERSION BLAST? 2.0.9 EMay-07-1999] 



MlSi* fefmfe^pM62|g|p|^ gap open: ^ gap extension: g 
x_dropoff: [ioi expect: |io.o wordsize: [7]" Filter (g| to^'" 



Sequence 1 Icl|S.c. Cdc24p Length 854 (1 .. 854) 
Sequence 2 IcljS.p. Cdc24p Length 834 (1 .. 834) 





, 1 __ 








It 










NOTE:The statistics (bitscore and expect value) is calculated based on the size of or database 

Score = 238 Bits (601) , Escpect = le>-Gl 

Identici.es = 212/760 (27%), Positives =* 348/760 (44%), Gaps 




Query: 



Query: 

Query: 

Sbjcc: 

Query: 

5b jet : 

Query: 

Sbjct.: 

Query; 

SB j Qt : 

Query.; 

Sbjct ; 



i5s gssR^srspj^^ a « 

67 DPVTEXV^FCBl^LC^^ ^ 
273 ^OHHEYVWCIKB^^ 

187 m^-™»«™«^^ 244 

LE-rN +- -t- p +Y V + NJv e *IjS STLHKMRVDE 3 Si 

2 45 MFLTOMBBraflB^^ ^ 

305 ---^LEPSYELPAI^IKPXQaiC^^^ 360 

451 SPSTSr^* 1 ^^ BIO 

361 VWETKKIHENBNAlIELEQRVIDWK^SLQ^GQLLVWDVW- CkSiJSShvS 416 

511 FEKIIILPSEWl--ICfC5ASSI J ILKKKSSTSAS XSASNlTDN— 

417 FEKI LLCCKEMSTLKRQARS ISMNXJCTKHLDSI.DI 




Figure 7b cont.. 
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Query.- 5 51 — .VGSPHtrSYHlCHHSNSSSSNNIHLS— 

Ouery: 600 SLFKLSAJIEPKLD- LRGRIMT-wmr m «™ p »a«S«s 536 

», ^. -» SF ._. sss „...^;~ ws ^ «• 

™ ^—^^^-^^^^ ~ 

«««-.. o. 2Su ,« oe „. „. 04 . y3 . .. os 

Gapped 0 tot *i sees. 

Lambda k H 

0.270 0.0470 0.530 

Macrix: Bt,OSUWS2 

Gsp Penalties: Existence- 11 t^*. 

Nuxaber of Hits to STSani ' Extens ^ n -- 1 

Nuirtber of Sequences: 0 

HUmoer Of extensions; S71 

NUnbar of successful uteris ions: 13 
Hums«r of sequences becter than 10 0- i 
Mu™bar of HSP's faetcer than 10 0 without- «.„ ■ 
Number of HSP's successfully aaooed f» ^PPing: 1 
Nuxabex of HSt- s that attempLS t«*e, 0 

*^h«r of HSP. S gapped Cnon^eSf^f in preliai = 0 

*7?th of query; 834 
length of database: 30,077,593 
effective length: 61 

effective length of query- 773 
effective length of database: 
elective search space: 54537172471 
:7 ClVe space used. &4537172471 



r 

40 

«ls 16 f 7.3 bits) 
*2; 123 bits) 
C3: 128 (43.9 bits) 
51; 41 (21.7 bits) 
73 (32.8 bits) 



# 
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Figure 8 



5 Sc KLPVIASDDLKVCKKSIYDFIL (SEQ ID No 25) 
^f-PV++SDDL++CKKS+YDF++ 
Ca QIPVVSSDDLRICKKSVYDFLI (SEQ ID No 26) 

10 Sc = Saccharomyces cerevisiae 
Ca = Candida albicans 



S D SI 12 h<5< r & O J. -7: jJl 
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Fungal Cdc24's 



S.cCdc24 1C 
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PH 
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53 
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figure 9 



B 

Guanine nucleotide 
exchange factor domain 
of C&CDC24 is homolo- 
gous to other fungal 
Cdc24p's 





Homology of Stc4p binding region 





3ULf3^SBox5ai3^'K' - - - s -(Ji^^P^Ti _ _ . 



Homology of Bemlp binding region 





774 




7B9 


C.a. 


746 




758 








723 


C. » » 


804 




828 
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Figure 10 
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i 



MET3PCDC24/ede2.4 



CIMS-I X-tcrmiwa 



B 



CDC24 replacement 



2.0Kb , 











■ 1 1 


jg 



Pair 1 



Pair 2 



Pair 1 



Pair 2 



23Kb 




Pair I 



MET3 promoter integration 



Pair 2 

■ 0.9Kb 



Pair 1 



LHE4 ■ 

LOKb - 



Pair 2 



^stt^ K^IKU 



I 



Pair 3 



Pair3 

1.7Kb 





MET3PCDC24/cdc24 

-CDC24 
+CDC24 



€9 £ 




B 




CDC24/CDC24 ■ CDC24fcdc24 m ME13PCDC2J/c<ic24 □ 




time (miiis.) 
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Figure 16 



ENVIRONMENTAL 
STIMULUS 



SIGNALING 
EVENTS 



SERUM 



TEMPERATURE 



CDC42- CDC42- 
GDP OTP — C ^T 2 



CAMP 



\ 



SWITCHING 



BUDDING. 

CELLS 



EFG1 

\ 



/ 



/ 

CEK12 



/ 

HST7 



■> HYPHAL 
CELLS 
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Figure 17 

A. cdc24 (wt) 

5 

SEQ. LD.NO:l 
DNA: 

cccctctgtatactttt^ 
10 tatattgggctgcaagaaacactttgcaittaacgatgaggagcimcactatatccg^ 
gctagaagtagtagaaacgctaatgaattccagc 

SEQ. ID.NO:2 
Protein: 

15 PLCILFNSVKPQFKLPVIASDDLKVCKKSIYDFILG^ 
LVKVLEWETLMNSS 

B, cdc24~ml 

20 SEQ. I.D. NO:3 
DNA: 

cccctctgtatacmtcaactc^ 

atattgggctgcaagaaacactttgcattt^^ 

gctagaagtagtagaaacgctaatgaattccagc 

25 

SEQ. LD. NO:4 
Protein: 

PLCILFNSVKPQFKXP^ 
LVKVLEVVETLMNSS 

30 



j„cj r i ■: ' ; ; t« » o ,1, e .1. a s 
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C. cdc24-m2 

5 SEQ. I.D. N0:5 
DNA: 

cccctctgtatactmc^ctct^ 

tatattgggctgcaagaaacacmgc^tttaacgatgaggagcttttcactatatccgacgtttttgccaacto 
gctagaagtagtagaaacgctaatgaattccagc 



SEQ. I.D. NO:6 
Protein: 

PLCILFNSVKPQFKLPVIASGDLKV^ 
L VKVLE WETLMN S S 

15 

D. cdc24-mS 

SEQ. I.D. NO:7 
DNA: 

20 cccctctgtatacmcaactctg^ 

tatattgggctgcaagaaacactttgcatttaacgatgaggagc^ 
gctagaagtagtagaaacgctaatgaattccagc 

SEQ. I.D.NO:8 
25 Protein: 

PLCILmSVKPQFKLPVIAPDDLK^^ 
L VKVLE WETLMNS S 



10 
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SEQ ID MO. 10 

STE4 DKA sequence (wlld^type) 

ATGGCAC^TCAGATGGACTCGATAACGTATTC^^^ 
TA7CTC?GCAG7GGAGGAAGAJIA7?C^ 

A7AAAGC AAAV^CA^G AT ACAAGAT G C AAG CTT AT TCCAG A^TG GCC AAC AAAG7T AC7 7 CG 77 G ACC A^AAAT AAGAT C 
A^CTTAAAGCCAAATATCGTGTTGA^^ 

T 77GAGTGCA.AG7CAAG ATGGCTT7 AT GCTT A7ATGGGACAGT GCTTCAG GT TTAAAACAGAAC 3 CT ATTCCATTAGATT 

CTCAkTGGGTTCTTTCCTGCGCTATTTCGCCATCC^GTAC^ 

TAJ?AGAGTTTCGAAAG>J^C^^^ 

TGAATTTACAGATAACGC AC AT ATAT TG AC AGCAAGTGGGGAT AT GACAT GTG CC7TG7GGG AT^VTACCGAAAGCAAAGA 
GGGTGAGAGA*.7ATTCTGACCAT7TAGGTGATGT TTT GGCAT? AG CTAT7C CTGAAG AG CCAAAC7 T AG AAAA7T CTTCC 
AAC ACATT CGC7AGCT G7 GG ATCAGACGGGT AT ACTT ACATA7 GGG AT AGCAGA.TC7 CCGTC CG ~ 7 G TACAAAGCT7 77A 

TAAATATGTAT GATTX AAGGTCG GA.CT S7T CTA.T7GC7 ACTTC7 7C7 77 7TT7CGAGG rTATGAASAACGTA.CC CC 7 A-C C 
CC7ACTT*/TA7GGCAGCTAACA?^ 

A.GACAACCAAG 3 CG T7GT7T CTT T A-GAT7TTAG7G CATCTGG AAGA7TGATG7 ACT CAT G C7A7 A 7AG A*C A77 GG7TG X £ 
7 7 G7GTGGGA7 w7A^T AJLAAGGAGAGAT^ GTTGOAAAATT AG.-JlG G7C A7GGT GGCAG AG TCAC 7GGTG7GCG CT CGAG1 
C CAGATSGST7AG CT G7A.TGTACAGGTTC ATGGGAC7 C AAC CAT G--AAA7 A7Q G 777 CCAG G 77 ATCAAT AG 



SEQ ID MO , 11 

Ste4 Protein sequence (wild-type) 

MAJiQMDSITYSNWTCQYIQPQSLQDI^ 

LK?N I VLKGHH!vKI S DHUWSRD S KRILS ASQDG FMLI WD5A-S G X^KQN A i £I*DSQWvX 5 CAi S ? S S T L VASAGLNMNG T I " 
r-V3 K£t^£tVAQI-"-"A3 1 FKGHTC YI 5D I EFTDN AH I I#TAS G DMTCALW DI P KAXRVrl£ YS DHI.G CVIALAZ F E £ PNLENS B ; 
7 FA3CGS DG Y7 YI tfDSRS ? SAVQ S F YVNDS DIIn AX*RFFKDGMS X VAGS DKGAXH>1YDLRSDCSXA.TrsI.r=GYi^r.7?T" 
TVMAASIMEYKTAQSPQT^KSTSSSYLDN^ 

i:giavctgsv:2STMki>jspgyQ 



SEQ ID NO. 12 

sie4-ol5 DNA sequence (mutant) 

ATGGCACATCAGATGGACTCGATAACGTATTC^ 
7ArCTC7GC^37GGAGGAAGAA\7TCA^ 

A7AA^GCAJ^AA.7AXAAGA7ACAAGATGC AAGC77 A7 T CCAG ATGG CCAAC AAAG 7 7 ACT7C 377 GACC AAAAA7 AAGA~ 
AACT TAAAGCCAAA? ATCGTGT TGAAAGG CCAJTAAT AATA?AAT CTC AGAT TTTCGGTGGA*G7CGAG A.T7C AAAACG7,- 
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TTTGAGTGCAAGTCAAGATGGCTTTATGCTTAXATGGGACAGTGCTTCAGGrXTAAAACAGAACSCTATTCCATTAGAl 
CrCAATGGGTTCtTTCCTGCGCTATTTCGCCATCGflGTAC?TTGGTAGCA=GCGCAGGATtA?^CAATAACTGTACCAT 
TATAGAG?TTCGAAAGAAAACAGAGTAGCGCAAAACGTTGCGTCAATTTTCAAAGGACATACrTGCTATATTTCTG?C^ 
TGAATtTACAGATAACGCACATATATTGACAGCA^GTGGGGATATGACATGTGCCTTGTGGGATATACCGAAAGCAAAG 
5 GGGTGAGAGGATATTCTGACCATTTAGGTGATGTTTTGGCATTAGCTATTCCTGAAGAGCCAAACrTAGA^AATTCTTC 
AAtoCATTCGCTAGCTGXGGATCAGACGGGTATACTTACATATGGGATAGCAGATCTCCGTCCGCrGTACAAAGC'rTTT 
CGTTAACGATAGTGATATTAATGCACTTCGTTTTTTCAAAGACGGGATGTCGATTGTTGCAGGAAGTGACAATGGTGCG 
TAAATATG7ATGATTTAB.GGTCGGACTGTTCTATTGCTACTTTTTCTC7TTTTCGAGGTTATGAAGAACGTACCCCTAC 
CCTACTTATATGGCAGCTAACATGGAGTACAATACCGCGCAATCGCCACAAACTTTAAAATCAACAAGCTCAAGCTATC 

io agacaaccas.ggcg?tgtttctttagattttagtgcatctggaagattgatgtactcatgctatacagacati:ggttgt. 

~TG7GTGGGATG7A7TAAAAGG^GAGATTG7TGGAA^T?AGAAGGTCA7 
•-~AGA7GG3rTAGC7G7A7G7ACAGG77CA7GGGAC7CA£JZ7A7GA-^^^ 

SEQ ID No. 13 
1 5 Ste4-o 1 5 Protein sequence (mutant) 

MAHQMDSTTYStWVTQQYIQFQSLQDISAVESEIQ^^ 

LKPNIVTKGKNNKTS0FRWSRDSKRILSASQDGFMLIWDSASGLKQNA7PI 1 0SQWViSCA7S=S37 
RVSKENRV*AQNVASIFKGHTCYlSDIEF7DfcIAHIL7ASGDM7CALtoDIPKAKRVRGYS0HI,G 

TY ^ a -NM£Y^AC>$eQTLKST$SSYLDNQ^ 
DGIAVC7S5WDS7MICIWSPGYQ 

SEQ ID NO. 14 
25" sterol 7 DNA sequence (mutant) 

A7GgCACATCAGA7GGAC7CGATAACGTA7TCTA^7AA7G7CACCCAACAG7ATA7AC«ACCAC^J^GTC7ACAGGA 
T ^CTC7C-CAG7GGAGGAAGAAATTCAAAATAAAAra^^ 

A7AAAGC.^J^CACAAGA7ACAAGATGCAAGCTTATTCCAGA7GGCCAA<^^ 

AACTTAAAGCCAAATA7CGTGT7GAAAGGCCATAATAAtAAAA7C7CAGA777TCGGTGGAG7CGAGATTC^ 
77TGAGTGCAAGTCAaGA7GGCT77A7GC7TATATGGGACAG7GCTTCAGG7TTAAAACAGAACGCTATTCC^77AGAT 
C7CAATGGS77C7T7CCTGCGCTATTTCGCC^TCGAGTACTTtGGTAGCAAGCGCAGGAT7AAACAA7AACTG7ACCA7 

T^-TTACAGATAACGCAC^.TATA^ 

GGGTGAGAGAA7ATTC7GACCAT77AGG7GATG7TT7GGCA77AGC7AT7CCTGAAGAGCCiu^jC77AGAAAA77CTTC 
AACACA777GC7AGCTGTGGATCAGACGGGTATACTTACATATGGGATAGCAGATC7CCG7CC3CTG7A-^GC-7T 
CG77AACGA7AGTGATATrAATGCACTTCGTTTTTTCAAAGACGGGA7G7CGATTGTTGCAGG>AG7GAC^7C-GTGCG 



30 



35 
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TAAATATGTATGATTTAAGGTCGGACTGT^ 

CCTACTTAT AT GGCAGCTAAC AT GGAGT ACAATACCGCGCAATCG CC ACAAACTTT AAAATCAACAAGCTC AAGCTATC2 
AGACAACCAAGGCGCTGTTTCTTTAGATTTTAGTGCATCTGGAAGATTGATGTACTCA'TGCTATACAGACATTGGTTGTC 
TTGTGTGGGATGTATTAAAAGGAGAGATTGTTGGAAAATTAGAAGGrrCATGG'TGGCAGAGTCACTGGTGTGCGCTCGAGl 
5 CCAGATGGGTTAGCTGTAXGTACAGGTTCATGGGACTCAACCATGAAAATATGGTCTCCAGGTTATCAATAG 

SEQ ID No. 15 

Ste4-ol7 Protein sequence (mutant) 

10 HkHQMDSITYSNNVTQQYIQPQSLQDISAVEEElQNK^ 

RVSKHNRVAQNVASIFKGHTCYISOZEFTDNAHILTASGDMTCA^DI FKAKRVKEYS DSLGDV~ A^I ?EE??TLZS$S! 
TFA5CGSDGY?YIWPSRSPSAVQ5FYV*mSDItfAI,R^^ 
TYMAANMEYNTAQSPQTLKSTSSSYL^^ 
15 DGLAVCTGSWDSTMKIWSfGYQ 

SEQ. LD, No: 16 refers to the epitope sequence "Tyr Pro Tyr Asp Val Pro Asp Tyr Ala" . 
SEQ. LD. No: 17 refers to TEV protease recognition sequence "Gin Asn Leu Tyr Hie Gin 
Gly" 

SEQ. LD. No: 18 refers to peptide sequence "QFKLPVIAFDDLKVCKKSF . 
SEQ, LD, No: 19 refers to peptide sequence "QFKLPVIASGDLKVCKKSr, 
SEQ. LD. No:20 refers to peptide sequence "QFKLPVIAPDDLKVCKKSI" . 
SEQ. LD. No:21 refers to peptide sequence "QFKX^VIASDDLKVCKKSF. 
SEQ. LD. No:22 refers to peptide sequence "QYEFDVILSPELKVQMKTI" . 



